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. Tat -dependent secretion of the B. subtilu kyase LipA. B. sttbtilts 168 (parental 
strain)* P. j«ta7£r AfofCft 5. aibtiiis £JatC\\ or 5. jw&tffcr AtatCd-btatCy were grown 
in TY^nedium to end-exponential growth fese. To study the secretion of LipA, B. 
subtilis cells were separated from the growth me drain by centrirugation. Proteins in 
the growth medium were concentrated 20-fold upon precipitation with trichloroacetic 
acid, and samples for pofyacrylaniide gel electrophoresis (SDS-PAGE) were prepared. 
Secreted LipA in the growth medium was visualized by SDS-PAGE and Western 
blotting, using LipA-specific antibodies. 
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Predicted twin-arginine (RR-)signal peptides of S. subtilis 1 
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1 The listed signal peptides contain, in addition to the twin-arginines, at least one other 
residue of the consensus sequence (R-R-X-<|>-<|>; printed in bold). The number of residues 
in the N- and H-domains of each signal peptide, and the average hydrophobicity (h) of each 
of these domains, as determined by the algorithms of Kyte and Doolittle (Kyte, J., and R. 
F. Doolittle [1982] A simple method for displaying the hydropathic character of a 
protein, J, Mol. Biol. 157:105-32), are indicated. Furthermore, the RR-motifs in the N- 
domain, and SPase I recognition sites in the C-domain (ie. positions -3 to -1 relative to the 
predicted SPase cleavage site) are shown. Proteins lacking a (putative) SPase I cleavage 
site, some of which contain additional transmembrane domains, are indicated with ™ \ 
One protein containing cell wall binding repeats is indicated with " w \ 
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Figure 14 

Homologs in B. alcalophilus 
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